The specialization of ecological networks provides important insights into possible consequences of biodiversity loss for ecosystem functioning. However, mostly mutualistic and antagonistic interactions of living organisms have been studied, whereas detritivore networks and their successional changes are largely unexplored. We studied the interactions of saproxylic (deadwood-dependent) beetles with their dead host trees. In a large-scale experiment, 764 logs of 13 tree species were exposed to analyse network structure of three trophic groups of saproxylic beetles over 3 successional years. We found remarkably high specialization of deadwood-feeding xylophages and lower specialization of fungivorous and predatory species. During deadwood succession, community composition, network specialization and network robustness changed differently for the functional groups. To reveal potential drivers of network specialization, we linked species' functional traits to their network roles, and tested for trait matching between plant (i.e. chemical compounds) and beetle (i.e. body size) traits. We found that both plant and animal traits are major drivers of species specialization, and that trait matching can be more important in explaining interactions than neutral processes reflecting species abundance distributions. High network specialization in the early successional stage and decreasing network robustness during succession indicate vulnerability of detritivore networks to reduced tree species diversity and beetle extinctions, with unknown consequences for wood decomposition and nutrient cycling.
Introduction
The study of ecological networks is a powerful tool to improve our understanding of the link between community and network structure and ecosystem functioning, and to investigate the consequences of global environmental change for interaction diversity and ecosystem stability [1, 2] . So far, almost all empirical and theoretical research on ecological networks deals with mutualistic and antagonistic bipartite networks [3] [4] [5] . These studies seek to understand the causes and consequences of observed patterns of species interactions [6] . An often-used tool for this purpose was to examine structural differences between network types, such as specialization, nestedness, compartmentalization, robustness and generality. For example, mutualistic plantpollinator networks are more specialized than seed-disperser networks [7] , and show a higher degree of nestedness, while antagonistic networks are more compartmentalized [8] . A new approach to explain the structure and dynamics of mutualistic networks incorporates traits of interaction partners [9] . Furthermore, recent trait-based studies reveal high levels of temporal and spatial dynamics in mutualistic interaction networks due to varying co-occurrences of interaction partners [6] .
Few quantitative studies on detritivorous networks exist, despite the fact that more than 95% of the plant biomass in terrestrial forest ecosystems directly feeds into detritivorous food chains, underpinning the role of decomposition for nutrient cycling and ecosystem stability [10] . In forest ecosystems, deadwood is a key component of dead organic material and thus the nutritional resource for species-rich communities of saproxylic insects and fungi [11, 12] . Accordingly, saproxylic insects feed either on deadwood or associated fungi, or predate on other wood-inhabiting organisms, thereby establishing a multitrophic detritivorous food web [12, 13] . The structure of these trophic networks might change over time, as the community composition of saproxylic organisms shows pronounced successional changes with ongoing deadwood decay [14, 15] . However, quantitative network analyses of decomposer networks are lacking, thus the structural network properties are still unclear.
Among saproxylic organisms, beetles constitute one of the most species-rich taxa [16] and are suggested to play an important role in deadwood decay [17] . The Nordic Saproxylic Database [12] actually records 1087 obligate saproxylic beetle species which corresponds to one-quarter of the whole deadwood community (including fungi and plants). Moreover, knowledge about the ecological requirements of individual species is exceptionally high [18] . Early successional saproxylic beetles act as initiators of deadwood decomposition by creating entranceways for secondary colonizers (such as fungi). Thereby, they cause priority effects that determine the structure of subsequently colonizing fungal community and successional food chains [19] . With ongoing decay, later successional beetle species facilitate access of nitrogen-fixing bacteria and mineralizing microorganisms, so that nutrients stored in the deadwood can be recycled and reintroduced to the soil [12] . Thus, the ecological impact of saproxylic beetles on forest soil fertility exceeds their role as detritivores of deadwood [20] . However, recent studies indicate that nutrient cycling in forest ecosystems is at risk due to declining saproxylic beetle diversity [12, 21] .
One important species trait is the respective diet. According to the feeding behaviour of their larvae, saproxylic beetles can be divided in xylophages, fungivores and predators. Xylophagous beetles must deal with resource-specific traits (contents of wood compound, e.g. lignin). Deadwood of specific tree species is a highly unpredictable resource in the context of time and its properties (structural, chemical and biotic) change very quickly. Thus, xylophages might be highly specialized and adapted to an efficient exploitation of a fast-changing food resource. In a successional context, network specialization of xylophages should decrease with ongoing decay, because tree species-specific compounds degrade and will become less pronounced. The colonization of most fungivores is mediated by the fungal community established on a particular deadwood item. However, some fungivorous beetles (e.g. ambrosia beetles) actively bring along associated fungi in specific structures or on the body surface [22] . The presence of predator species is linked to the presence of the respective prey (xylophages, fungivores and other saproxylic taxa) [12] . Thus, network specialization should further decrease from fungivorous to predatory saproxylic beetle species.
Here, we analysed for the first time deadwood-based interaction networks of saproxylic beetles in a large-scale experimental approach over 3 years. We distinguished three nutrition-based functional groups of saproxylic beetles (xylophages, fungivores and predators) and recorded their interactions with experimentally exposed logs (N ¼ 764) of 13 tree genera in 30 temperate forest sites across three regions in Germany. In addition to the nutritional trait, we considered beetles body size as a meaningful functional trait, which is linked to the amount of resource needed to successfully develop to adult stage. For deadwood, the amounts of three different chemical compounds (acid-soluble lignin, Klason lignin and organic extractives) were determined as important resource traits, which are expected to shape interactions with the decomposer community. We were particularly interested in whether network characteristics were determined by niche-based matching of resource traits and beetle traits or by the relative abundance of co-occurring beetle species [23] .
Specifically, we analysed (i) whether different functional groups of saproxylic beetles show contrasting network structure. During deadwood decay, tree species-specific compounds might become less pronounced. Therefore, we tested (ii) whether network specialization decreases with successional age. Furthermore, we asked (iii) if trait matching or abundance of saproxylic beetles might explain network characteristics.
We find that network specialization was higher for xylophagous beetles, particularly in the early stages of decay and lower for fungivorous and predatory deadwood-beetle interactions and provide evidence for trait-based determinants of decomposer network characteristics.
Material and methods (a) Research area
The study was conducted in the framework of the large-scale and long-term project Biodiversity Exploratories [24] . Three study regions across Germany were established: the UNESCO Biosphere Reserve Schorfheide-Chorin (SCH) is located in the glacially formed lowlands (3- 
(b) Experimental design
In 2009, the long-term experiment BeLongDead was established with the aim of studying the role of saproxylic organisms for deadwood decomposition. In total, 30 forest sites were selected following a stratified random design, considering soil types, slope and the regional ranges of management intensity. In spring 2009, three subplots with 13 randomly placed logs (one log per tree species) rspb.royalsocietypublishing.org Proc. R. Soc. B 284: 20170198 were established on each of the research plots. The selected 13 focal tree species were Acer sp., Betula pendula, Carpinus betulus, Fagus sylvatica, Fraxinus excelsior, Larix decidua, Picea abies, Pinus sylvestris, Populus sp., Prunus avium, Pseudotsuga menziesii, Quercus sp. and Tilia sp. The experimental design is introduced in more detail in [24] [25] [26] . Additional information is given in the electronic supplementary material, figure S1.
(c) Sampling of saproxylic beetles
We used closed emergence eclectors (for detailed information, see electronic supplementary material, figure S1 and [25] ) a standardized method for the sampling of saproxylic beetles [27] . Eclectors have the advantage of capturing only the saproxylic organisms emerging from the investigated deadwood, indicating that they successfully developed in a particular log. Thus, it is possible to identify close relationships between host tree and beetle species [27] .
Traps were installed on two subplots in March 2011 before the beginning of the seasonal activity of saproxylic beetles and were emptied monthly until the end of September, resulting in a total of 756 sampled logs (for detailed information, see electronic supplementary material, figure S1 ). Sample material was stored in 70% ethanol. Beetles were sorted in the laboratory and determined to species level by taxonomic specialists (see Acknowledgements). Logs with samples lost during the investigation period due to storm or mice damage were excluded from all analyses. The calculation of specialization may be highly confounded for species representing just one individual in all samples or in a single network [7] . Therefore, we excluded 116 singletons: 51 xylophages, 26 fungivores and 39 predatory saproxylic beetle species.
(d) Classification of saproxylic beetles
Only saproxylic beetle species listed in the classification of [28] (N ¼ 1025 species) were selected for the analyses. We classified sampled saproxylic beetles (N ¼ 433 species) into three functional groups based on information about their nutritional ecology [29] : (i) primary consumers of woody material (xylophagous beetles, 'Xyl'), (ii) consumers of fungi and mouldy material (fungivorous beetles, 'Fun') and (iii) predatory saproxylic beetles ( predators, 'Pre'). Saprophagous and necrophagous beetles, which comprised only six species (15 individuals), and three species (17 individuals), respectively, were excluded from analyses. Body sizes of sampled saproxylic beetles were obtained from Gossner et al. [30] .
(e) Wood compounds
Organic extractives and lignin (divided into Klason lignin and acid-soluble lignin) are compounds assigned to constitutive tree defence and remain active after tree death. The outer bark consists of high amounts of strongly lignified cell walls and is the first obstacle for invading saproxylic organisms [31] . Organic extractives comprise acids and phenolic substances with antimicrobial effects and are stored in sapwood cells [32] .
From each research plot, wood compounds were extracted from all logs located in one of the subplots, resulting in a total of 397 sampled logs (electronic supplementary material, table S4). Wood samples were taken using a cordless drilling machine with a 10 mm (diameter) wood auger. The auger was sterilized with ethanol after each sampling and samples were stored on dry ice until brought to the laboratory. For more detailed information about sample preparation and the extraction process, see Arnstadt et al. [33] .
(f ) Statistics
Patterns in ecological networks can be analysed either on the network or species level. For both levels, we choose indices that are robust against variation in matrix size, shape and sampling effort [7, 34] .
On the network level, the H 0 2 index compares the degree of specialization across different interaction webs. H 0 2 is the deviation of observed interactions from the expected interactions [7] and ranges between 0 ( perfect generalization) and 1 ( perfect specialization). To evaluate the diversity of beetle species using the same tree species as host tree, we computed the index generality, which calculates the weighted mean effective number of saproxylic beetle species per tree species. Additionally, we calculated the mean number of links for all beetle species per network, which is the total number of interactions for each individual beetle species with the exposed tree species averaged over all beetle species in the given network. To evaluate the stability of communities against species loss, we calculated the robustness index, which ranges between 0 (fragile system) and 1 (stable system).
For all analyses on the network level, we considered each research plot (N ¼ 30) as an independent network. First, to assess differences in network architecture between the different functional groups, data of sampled saproxylic beetles were pooled over the investigation period of 3 years. We calculated network indices separately for xylophages, fungivores and predators per research plot (R package bipartite; [35] ). We implemented mixed effect models to test whether network indices differed between functional groups, with the respective index as response variable, the functional group (levels 'Xyl', 'Fun' and 'Pre'), management type (levels 'Conifer', 'Beech' and 'Natural') and region (levels 'ALB', 'HAI' und 'SCH') as predictor variable and region and plot as random term (R package nlme; [36] ).
To test if H 0 2 , robustness, generality and mean number of links of saproxylic interaction networks decreases with successional deadwood decay, the indices were calculated separately for xylophagous, fungivorous and predatory saproxylic beetle species per research plot and investigation year. Afterwards, mixed effect models with the respective index as response variable and the interactions of study year (levels '2011', '2012', '2013'), functional group (levels 'Xyl', 'Fun', 'Pre'), management type (levels 'Conifer', 'Beech' and 'Natural') and region as predictor variable (levels 'ALB', 'HAI' and 'SCH'), and region and plot as random term were implemented (R package nlme; [36] ).
Species composition and the co-occurrence of interaction patterns vary in time and space. Therefore, it has been recently established that networks are dynamic structures and are modulated by the temporal and spatial variability of ecological interactions [6] . To address this aspect, we tested if the investigated network indices differ between study regions.
Many saproxylic beetle species show a clear preference for a particular decay stage and the turnover of community composition during the decay process has been described before [37, 38] . Each successional community may contribute differently to network architecture. Non-metric multidimensional scaling (NMDS) and a multiple response permutation procedure (MRPP) with 999 permutations were performed to visualize and test for differences in beetle assemblages between the investigated years (R package vegan; Oksanen [39] ).
Host-tree preference varies considerably between beetle species [12] , which may be moderated by species' abundances and functional traits. We investigated these preferences using Blü thgen's d 0 index that enables estimation of the specialization of beetle species on deadwood resources from the observed interactions. The specialization index is highly robust to sample size and ranges between 0 and 1, with higher values indicating higher specialization [7] . Calculations were done on single networks for each study site, aggregated across the 3 sampling years. Using generalized additive mixed-effects models, we investigated nonlinear responses in specialization of beetle species in response to species abundance and body size. We ran separate models for each feeding guild (xylophagous, fungivorous and predatory beetles), and included study site as a random effect.
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Finally, we used a recently developed framework by Bartomeus et al. [23] that enables prediction of the probability of interactions between plants and animals (or other interaction partners) based upon their abundance and functional traits (implemented in R package traitmatch). A major strength of this framework is its ability to partition these probabilities into 'neutral' and 'niche' components, which can be compared using log-likelihoods. The combined contributions of both components can be evaluated as an 'integrated' component (neutral þ niche). In this analysis, we solely focused on xylophagous beetles, as we expected trait matching to be particularly important for this guild, because they are the only group that feed directly on deadwood. By contrast, fungivorous and predatory beetles have intermediate interactions and thus should less strongly respond to deadwood traits. We predicted the probability of an interaction between deadwood of tree species and beetles using all possible combinations of available tree traits (organic extractives, Klason lignin, acid-soluble lignin) and the body size of beetles. To this end, we modelled the relative role of the three components (neutral, niche, integrated) for the aggregated interactions of trees and beetles in each given study year.
All statistical analyses were performed using the software R v. 2.15.1 for statistical computing [40] . Differences in means, as indicated by the results of linear (mixed) effects models, were further investigated using post hoc Tukey tests for multiple comparisons, applying the Benjamini & Hochberg [41] adjustment method for p-values (R package multcomp: Hothorn [42] ). (b) Successional changes of network structure and beetle community composition
Results

Overall
The interaction of trophic level and study year was significant for the investigated network indices (electronic supplementary material, table S1), indicating strong temporal changes in network structure. Network specialization (H 0 2 ) was significantly lower for interaction networks of xylophagous beetles in 2013 compared with early successional xylophagous networks recorded in 2011 and 2012 (figure 2a). Generality, robustness and mean number of links of xylophagous networks were not significantly different between the investigated years (figure 2a). Contrary to xylophagous beetles, network specialization of higher trophic levels showed no pronounced successional changes ( figure 2b,c) . However, robustness and mean number of links of fungivorous (figure 2b) and predatory (figure 2c) interaction networks were significantly higher in 2011 compared with 2012 and 2013.
We tested whether interaction networks might vary among years and at different locations due to changes of species composition [6] . The NMDS analyses revealed strong successional changes in community composition of xylophagous (MRPP: A ¼ 0.0407; p ¼ 0.001), fungivorous (MRPP: A ¼ 0.118; p ¼ 0.001) and predatory beetles (MRPP: A ¼ 0.0545; p ¼ 0.001) with ongoing deadwood decay (electronic supplementary material, figure S4 ) and also differ among the three study regions [25] . However, weighted figure S5 ). Pairwise comparisons of network indices between study regions during succession revealed that only network characteristics of predatory beetles showed significant regional differences (electronic supplementary material, table S3).
The successional changes of network specialization indices can be visualized in bipartite interaction networks of the three functional groups. The graphs show pronounced shifts in beetle abundance and host-tree binding for xylophagous and fungivorous beetles with ongoing decay (electronic supplementary material, figure S2 ). The alteration in relative abundance and host-tree binding during the investigated period was less visible for predatory saproxylic beetles (electronic supplementary material, figure S2c).
(c) Trait-based predictors of network structure
We asked how ecological and life-history traits determined network specialization and which linkages between beetle traits and deadwood chemistry were realized in interaction networks. Body size and abundance of beetle species determined the specialization of beetle species on deadwood of tree species (electronic supplementary material, table S4). The explanatory power of the two predictors was similarly high for xylophagous and fungivorous beetles, but was strongly reduced for predatory beetles which also showed very low average specialization levels (figure 3; electronic supplementary material, table S4). The specialization response of xylophagous and fungivorous beetles was nonlinear; species specialization in both groups increased with species abundance, which was further moderated by body size. Thus, large, abundant species engaged in the most specialized interactions with tree species, whereas small or rare species less selectively used the deadwood resources ( figure 3) .
Based on log-likelihood comparisons, trait matching was particularly important for explaining interactions when focusing on the body size of beetles and organic extractives of deadwood resources, a pattern that was consistent across the 3 study years. Plotting the predictions of the niche component for all trait combinations showed a positive correlation between body size of beetles and concentrations of organic extractives and acid-soluble lignin in deadwood resources (figure 4). This pattern was reversed when basing the prediction on the trait matching of beetle body size and Klason lignin concentrations.
Discussion
In this study, we quantified for the first time network structure and community composition of deadwood-inhabiting beetles in a large-scale experiment using standardized deadwood logs of 13 tree species sampled continuously over a period of 3 years. Our data reveal an unexpectedly high specialization of deadwood-based interaction networks rspb.royalsocietypublishing.org Proc. R. Soc. B 284: 20170198 compared with mutualistic networks [43] with decreasing specialization from xylophagous to fungivorous to predatory networks (figure 1). The detected patterns for weighted network indices were stable across geographical regions (electronic supplementary material, figure S5 ), although regional variation in a-, b-and g-diversity of saproxylic beetles is high [25] . Moreover, we show clear successional shifts in network structure (figure 2) and beetle community composition (electronic supplementary material, figure S4 ). Successional changes in network specialization were most pronounced in xylophages, whereas other network metrics changed more strongly in fungivores and predators (figure 2). Our results improve our understanding of the general architecture of different network types and the potential consequences of saproxylic beetle extinctions. As saproxylic beetles represent almost one-quarter of the saproxylic community [12] , and play an important role in deadwood decay, the consequences of decreased tree species diversity for ecosystem functioning can be derived from the results of this study. The rate of deadwood decay depends on tree type and tree species as well as on organismic activity and microclimatic conditions. Logs of C. betulus and Fa. sylvatica showed highest decay rates in our study [17] . In any case, our study period of 3 years only covers the early successional stages in which specialization of wood decomposer networks is expected to be highest. The continuation of our experiment will allow for testing the long-term changes in network structure.
Furthermore, from a methodological perspective, the continuous sampling of all interactions within a defined deadwood volume is a special strength of our study. By sampling continuously, we overcome the main constraint of mutualistic plant-animal network studies whose underlying data are obtained during short observation periods and represent only snapshots of the interacting community, which can lead to incorrect conclusions about network structure due to sampling artefacts of supposedly rare species [44] .
We found that specialization of wood-based detritivore interaction networks of saproxylic beetles was high (Xyl: 0.76 + 0.18; Fun: 0.57 + 0.22; Pre: 0.32 + 0.09) compared with mutualistic and antagonistic interaction networks [43] . Particularly, xylophages showed strong links to specific tree species (electronic supplementary material, figure S2), and accordingly high specialization and low network robustness and number of interaction links ( figure 1 ). This result contrasts recent studies, which proposed a more generalized use of host-tree species by saproxylic beetles [18, 45, 46] and low specialization of deadwood-based networks [47] .
Specialization of wood-dependent xylophagous interaction networks decreased with successional age (figure 2), along with species turnover in the beetle community (electronic supplementary material, figure S4 ). In accordance, studies comparing beetle species communities revealed that deadwood of early and late decay stages comprise distinct assemblages [48] . Successional changes in the community composition and network specialization of saproxylic beetles might be related to changes in the physical structure and nutritional quality of the deadwood resources as well as in the decreasing importance of secondary plant defence compounds. Although the diversity and species composition of saproxylic beetles varied significantly between the three study regions [25] , network indices showed similar patterns across larger geographical scales, indicating highly conserved structures in saproxylic interaction networks (electronic supplementary material, table S3). This might be due to the fact that the time period of the interaction often covers several months up to 2 years which is in complete opposition to highly dynamic plant-pollinator networks with interaction frequencies of seconds to minutes.
Early successional xylophages are characterized by high population densities and rapid population growth [11] . We assumed that resource quality, particularly in terms of tree species-specific wood compounds, might drive xylophagous specialization patterns as those beetles feed directly on the nutrient-rich phloem or sapwood. Thus, they have to deal with secondary metabolites, which are still active after tree death [12, 48] , whereas fungivorous and predatory interactions are mediated by either fungal colonization or prey occurrence.
Indeed, we found high specialization of xylophagous beetles on deadwood resources at the species level, which was further mediated by their abundance and body size. In contrast with mutualistic systems with the most abundant taxa often showing the greatest generalization, abundance and body size were positively related to beetle specialization in our saproxylic interaction networks. This suggests an evolutionary trade-off between abundance, body size and specialization. Only specialized species might be able to deal with the chemicals present in early-stage tree decomposition. Xylophagous bark beetles (Scolytinae) use aggregation pheromones to locate host trees and thus are capable to overcome tree defence and even kill living trees [49] . These beetles might use organic extractives, which consist of aliphatic, alicyclic and phenolic compounds, for production of compounds of their chemical communication system [49] . However, only by mass attack of many individuals are these beetles able to overcome the tree defence barrier. Consequently, they emerge in high individual numbers from their host trees. This limits their body size, because larger body size would need more resources and therefore build up smaller population sizes within a given area [50] .
The high specialization of large species is less obvious and requires further studies on a subset of saproxylic species with contrasting traits. Possible explanations are related to the physical strength of large species that might be able to use early successional deadwood of high density that is not accessible for other species and represents a competitionfree resource. The interaction probability showed opposing responses depending on which tree chemical compound was related to body size, supporting the idea that the response of beetle species of different sizes to wood defence rspb.royalsocietypublishing.org Proc. R. Soc. B 284: 20170198 mechanisms varied in a systematic way and might contribute to the higher specialization of larger species.
However, wood defence is complex and we assume a complex interplay between physical wood characteristics, nutritional quality, secondary plant compounds and beetle colonization dynamics shaping network specialization and successional dynamics. Thus, future studies are essential to identify the mechanisms of host choice of the saproxylic beetle community.
We found a decrease in network specialization with ongoing wood decay. Tree species-specific structures (e.g. bark thickness, surface quality) become less pronounced during the decomposition process [37] . The significance of tree species as driving factor of specialization in deadwoodbased interaction networks therefore lessens with ongoing decay. Instead, resource conditions (e.g. moisture content, amount of mould, deadwood inhabited by white-rot fungi or brown-rot fungi) become more relevant. One example is the late successional xylophagous beetle Osmoderma eremita, which exclusively inhabits deadwood cavities with high amounts of dry or half-moist wood mould irrespective of tree species origin [51] .
The most specialized xylophagous beetle species were the most abundant in our study ( figure 3) . The more abundant a species, the higher its quantitative effect on ecosystem function, as abundance is directly linked to interaction frequency [1] . Thus, the ecological effect of abundant, specialized xylophages on deadwood decomposition is quantitatively and qualitatively high and indicates a relatively low sensitivity of deadwood-based decomposer networks to the extinction of rare species.
The fact that our analyses of interaction networks are wood-based might explain the lower specialization degree of fungivores and predators (figure 1). Higher trophic levels depend on deadwood solely as habitat and not as nutritional resource, as they feed on deadwood-associated fungi or other saproxylic organisms [52] . Consequently, tree species identity might be less important as a driver for specialization of interaction networks of higher trophic levels. Specialization patterns of fungivores might be mediated by the fungal community inhabiting the deadwood. At higher trophic levels, specialized species with low numbers of individuals enter communities later than generalists [4] , which is in accordance with our study because specialization of predatory interaction networks increased and network robustness of predators and fungivores decreased with ongoing decay (figure 2).
Conclusion
Our study revealed high specialization of detritivore networks and clear successional shifts in specialization during deadwood decay. High network specialization and decreasing network robustness during succession indicate that detritivore networks are vulnerable to reduced tree diversity and beetle extinctions, with unknown consequences for wood decomposition and nutrient cycling. From a conservation perspective, this highlights the necessity to continuously provide diverse deadwood resources in space and time. Current sustainable management strategies recommend the increase in deadwood of a limited number of dominant tree species [53] , but our results indicate that deadwood diversity in terms of tree species richness should receive more attention in forest conservation strategies.
However, future long-term studies on detritivore interaction networks are required to evaluate the impact of species loss on community assembly, network stability and forest ecosystem functioning in the context of forest management and global environmental change.
Data accessibility. Data about the sampled saproxylic beetles and the wood compounds are available online: http://dx.doi.org/10.5061/ dryad.4p169 [54] .
